Introduction
The skin is the body's first line of defense, providing protection from dehydration, injury, and infection. It comprises the epidermis and its adjoining structures, including the hair follicle (HF) and its associated sebaceous gland; together comprising the pilosebaceous unit. Hair follicles are self-renewing structures that continuously generate new epithelial cells to replenish the skin and pilosebaceous unit in response to injury (1) . Skin homeostasis and wound repair requires the presence of epithelial stem cells as the primary source for regenerative cells. Multipotent stem cells that reside within the epidermis and in the bulge region of HFs (2) can give rise to a variety of cell types, including those forming HFs, interfollicular epidermis, and associated epithelial glands (3) . Alterations in either proliferation or differentiation have the potential to disrupt normal skin homeostasis.
Certain disorders of the skin, such as cancer, chronic wounds, skin atrophy, skin fragility, hirsutism, and alopecia, can be, fundamentally, viewed as disorders of skin stem cells (4) . It has been hypothesized that tumor formation is the result of inappropriate activation of signaling pathways activating these stem cells or their immediate multipotent progeny (5) . Consistent with this view is the observation that several types of skin cancers can be derived from HFs, based on observations of histological presentation and the presence of specific molecular markers common to HFs and skin neoplasias (6) . Understanding the molecular mechanisms by which proliferation and differentiation are regulated in skin appendages may provide a useful insight into the molecular basis of disease, and may also identify potential targets for treatment intervention.
Previous findings suggest that a significant subset of basal cell carcinomas (BCCs) are directly HF-derived (7-9). The Notch signaling is significantly suppressed in basal cell carcinomas and activation induces basal cell carcinoma cell apoptosis stem cells of the HF bulge region and adjacent cells are a potential primary source of BCCs derived from HFs (8, 10) . In some regard, HFs and BCCs can be defined as 'ordered' and 'disordered' skin appendage growths, respectively. The primary mechanism, by which most BCCs develop, a constitutive activation of the Hedgehog pathway, is a principal regulatory mechanism in HF development (11) . As such, all BCCs, HF-derived or not, may express similar key growth mechanisms to those involved in HF growth and cycling. An important property that is shared by BCCs and HFs is the ability of cells to repeatedly proliferate, a mechanism that is responsible for maintaining a tumor mass or normal hair fiber production, respectively. If BCCs utilize HF growth mechanisms, growth factors and regulatory networks fundamental to HF growth would also likely be key mediators of BCC growth and may have the capacity to induce BCC growth and invasion. Several specific molecular mechanisms involved in this process of self-renewal, including the sonic hedgehog (Shh), Notch and Wingless-related integration site (Wnt) signaling pathways, have been found to be active in normal HFs and in BCCs (12) (13) (14) (15) (16) . However, the roles of these signaling pathways in BCC growth, particularly Notch signaling, remain poorly understood.
The present study examined the potential molecular relationships between nodular BCCs and HFs using microarray profiling, reverse transcription-quantitative polymerase chain reaction (RT-qPCR), and immunohistochemistry. It was anticipated that BCCs and HFs would both exhibit activation of common signaling pathways involved in skin appendage formation (genes and networks commonly involved in ordered skin appendage growth). Specific molecular pathway components that code for 'hair follicleness' were also anticipated to be missing or over-represented in BCCs (candidate genes that regulate the networks important in ordered appendage growth that have failed in disordered BCC development). By distinguishing between common pathways and unique pathway components expressed in each type of skin appendage, the aim of the present study was to characterize those components important for BCC growth (genes and networks differentially represented in BCCs not commonly found in healthy skin epithelium or hair follicle appendages) and phenotype presentation, and to identify specific components important for appropriately regulated HF formation.
Materials and methods
Basal cell carcinomas, hair follicles, non-follicular tissues, and clinical information. All the samples were provided through the Department of Surgery and the Department of Dermatology and Skin Science, University of British Columbia, with approval from the University Clinical Research Ethics Board. Samples of human HFs were collected from scalp biopsies of normal individuals undergoing cosmetic procedures, while nodular BCCs and normal skin were obtained from patients undergoing surgical resection. All the nodular BCC samples and normal skin epithelium were taken from the facial area of donors. Only tissue from patients that had not been treated with preoperative chemotherapy or other therapeutic approaches was selected for analysis. BCC morphological subtypes were described and clinically classified during Mohs surgery and initial diagnoses were subsequently confirmed by formalin-fixed, paraffin-embedded histological assessment of the tumors.
Hair follicles (n=10-20/subject) were microdissected to remove the sebaceous gland and upper HF infundibulum and the lower one third, including the hair bulb. The dermal sheath was also removed, leaving the inner and outer root sheaths, including the bulge region, for analysis. Normal skin samples were microdissected to isolate skin epithelium from the dermal component. Samples collected for microarray/qPCR were immediately stored in an RNA stabilization reagent (Qiagen Inc., Toronto, ON, Canada).
RNA isolation. Total RNA was isolated from microdissected tissue or cultured cells with an RNeasy Fibrous Tissue Midi kit (Qiagen Inc.) according to the manufacturer's protocols. The quantity and quality of the RNA was measured using the Agilent 2100 bioanalyzer and RNA 6000 NANO kit (Agilent Technologies, Inc., Santa Clara, CA, USA), and the quantity was measured with a NanoDrop ND-100 spectrophotometer (Thermo Fisher Scientific, Inc., Wilmington, DE, USA).
Microarray production. Human Operon v.2.1 (21K) glass arrays were produced (based on human 70mers from Eurofins MWG Operon Inc., Huntsville, AL, USA) by the Microarray Facility of the Prostate Centre at Vancouver General Hospital (Vancouver, BC, Canada) (17, 18) . RNAs were amplified using the SenseAmp Plus kit (Genisphere LLC, Hatfield, PA, USA). The 260/280 absorbance ratio was used to determine the appropriate amount of sense RNA for labeling. Total RNA from test samples and universal human reference RNA (Agilent Technologies, Inc.) were respectively labeled with cyanine (Cy) 5 and Cy3, using the 3DNA array detection 350 kit (Genisphere LLC) and cohybridized to cDNA microarrays. Following overnight hybridization and washing, the arrays were imaged using a ScanArray Express scanner (PerkinElmer, Inc., Waltham, MA, USA).
Microarray data processing and analysis. Arrays were scanned at excitation wavelengths of 532 and 635 nm to detect the Cy3 and Cy5 dyes, respectively. Image analysis and quantification were conducted with Imagene 6.0 commercial software (BioDiscovery Inc, El Segundo, CA, USA). The raw signal and background medians were used as the input for the Genespring 7.2 program (Agilent Technologies, Inc.). GeneSpring allows normalization and multiple filter comparisons of data from different experiments, thus generating restriction lists and the functional classification of differentially expressed genes. Raw data were background corrected and normalized using 'per chip and per spot normalization', which is an intensity-dependent normalization (non-linear or LOWESS normalization) (19) . The expression of each gene is reported as the ratio of the value obtained for each sample relative to the universal reference RNA. Data were subsequently filtered using the raw signal strength value of both channels. Measurements with higher signal strength value are relatively more precise than measurements with lower signal strength. Genes that did not reach this value were discarded (100 out of 65,536). A condition tree was generated using hierarchical clustering of unfiltered data from each sample based on the similarity of their expression data. Similarity was measured using Pearson's correlation, and distances between clusters were calculated via average linkage (Fig. 1) . The raw data from the arrays have been entered into the publicly accessible Gene Expression Omnibus (GEO) database in MIAME compliant format (http://www.ncbi.nlm.nih.gov/geo/). The raw data sets are encompassed by a series record number (GSE12542).
Analysis of gene expression differences and similarities. The comparison analyses were conducted by the 'significance analysis of microarrays' (SAM) method (20) . Gene expression associated with nodular BCCs (n=8 subjects) and HF root sheaths (n=7 subjects) was first evaluated and contrasted (Tables IA and B , and II). The differences analysis between BCCs and HF root sheaths was conducted by the SAM method with a cut-off q-value of 14% and a 2-fold cut-off (Table IA and B) . The 2-fold cut-off was employed to reduce the incidence of false-positive results, which can occur when using t-tests (replicates can have similar results by chance), but the probability of which is decreased at higher fold changes. Subsequently, as a prelude to defining the degree of similarity in gene expression between BCCs and HF root sheaths, the cut-off q-value was set to be >40% and the fold change <1.5 (Table II ). The cut-off level of <1.5 helped to reduce the selection of genes that were not necessarily regulated, but had a sizable error between their replicate values. A comparison analysis between HF root sheaths and skin (n=8 subjects) was conducted by the SAM method (data not shown). SAM was also used to identify genes differentially regulated between BCC and the normal skin samples as demonstrated in a previous study (21) .
Gene ontology analysis. Functional classification of genes was performed using DAVID software 6.70 (22, 23) , based on the Gene Ontology (GO) database (www.geneontology.org), to allow the identification of 'enriched' or 'depleted' gene function categories in assigned biological processes, molecular functions, and cellular components (24, 25) . This program was used to identify genes belonging to different GO categories (derived from Tables I and II). Benjamini-corrected P<0.05 was used as the cut-off for determination of significant gene enrichment in each defined category. P≤0.05 indicated that the applied genes listed were specifically associated (enriched) in a category, as opposed to random chance, and were selected. For 25-40% of the genes defined, no GO annotation was given and their function was unknown. Ontological analyses were performed at biological process category level 3. The number of genes identified in major categories were normalized by the number of genes annotated in each list and were expressed as percentages (Tables III and IV) .
RT-qPCR.
Total RNA from each sample (1 µg) was reverse-transcribed into first-strand cDNA according to the protocol of the Superscript III first-strand cDNA synthesis system (Invitrogen; Thermo Fisher Scientific, Inc., Waltham, MA, USA). The primers used for SYBR Green qPCR were designed using the Prime Time qPCR Primer Design Software (Integrated DNA Technologies, Inc., Coralville, IA, USA; Table V ) and tested with the intron-spanning assay. Assays are defined as intron-spanning if at least one exon/exon border is either directly covered by one primer or contained between the primer binding sites. Compared to the median spanned intron size (2.1 kb), the median Real Time ready assay amplicon size (75 bp) is approximately 30-times shorter. In conjunction with Immunohistochemistry. Protein expression coded by Notch homolog 1 (NOTCH1), Jagged 2 (JAG2), Disheveled 2 (DVL2), and Hairy and Enhancer of Split 7 (HES7) was assessed by immunohistochemistry on formalin-fixed, paraffin-embedded biopsies (tissues from 4 individuals per group). Biopsy samples were incubated at room temperature for 1 h with the following ). Colonies of HRSCs formed in ~1 week, during which fresh media were added every 2 days to replenish the culture, and the cells were passaged into T25 collagen-I-coated flasks (BD Biosciences). Human BCCs were isolated from nodular BCC samples and cultured in base medium M154 (Invitrogen; Thermo Fisher Scientific, Inc.) with HKGS, as described (27) . Each time the culture reached 90% confluence, HRSCs or BCCs were passaged into a T25 flask. At the end of passage 3, HRSCs or BCCs were transferred to BioCoat collagen-I-coated 6-well plates (Corning Incorporated, Corning, NY, USA) with a density of 60,000 cells/ml per well for one day. The next day, the media specific for HRSCs or BCCs were replenished and the cells were incubated with 4 mM recombinant JAG1 or scrambled JAG1 (both from AnaSpec Inc., Fremont, CA, USA) for 3 days. At the end of treatment, the cells were collected for further investigations.
Western blot analysis. Following treatment, the cells were washed twice with ice-cold phosphate-buffered saline and Statistical analysis. Data were presented as the mean ± standard deviation from at least three sets of experiments (each from a separate subject). qPCR samples were assayed in triplicate for each experiment. Data were analyzed by one-way analysis of variance, followed by Tukey's multiple comparison tests if the overall P-values were significant, using the computer software PRISM (version 6.0c; GraphPad Software, Inc., San Diego, CA). P<0.05 was considered to indicate a statistically significant difference. (average linkage method) was applied to the unfiltered datasets from BCCs and normal skin samples from patients undergoing surgical resection, and HF root sheaths from normal individuals undergoing cosmetic procedures. This produced a dendrogram with well-defined cluster groups of cases (Fig. 1) . The HF root sheath data were clearly separated from BCC and normal skin data sets with distinct gene expression profiles, but exhibited close similarity within the group. Normal skin samples also yielded relatively distinctive expression profiles. Compared with the HF root sheath and normal skin, BCCs were less readily identified by computer analysis as a distinct entity. Overall, the segregation of data at the molecular level was consistent with the histological distinction of BCCs, HF root sheaths, and normal skin (Fig. 1) .
Results
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Analysis of gene expression differences and similarities between basal cell carcinoma and hair follicle root sheaths.
Gene expression associated with HF root sheaths and BCCs was evaluated, and the two data sets were directly compared. The results indicated that 4329 genes were differentially expressed in BCCs compared with the HF root sheaths with statistical significance (P<0.05). Of these, 3562 genes were upregulated and 767 were downregulated in BCCs compared with the HF root sheaths. Tables IA and B show the top 20 genes exhibiting the highest magnitude of fold-change, with those upregulated in Table IA and those downregulated in   Table IB . In addition, the top 20 genes with the fold-change most consistently close to 0 (no change) are listed in Table II . Tables I and II were functionally annotated using GO terms, providing a controlled vocabulary to describe genes/gene product attributes to evaluate the potential significance in gene expression functions. The 20 most commonly identified, statistically significant, GO term results (adjusted P<0.05) for genes significantly differentially or similarly expressed in BCCs compared with the HF root sheaths are listed in Tables III and IV, respectively. The GO analysis revealed that the differentially expressed genes (Table I) and similarly expressed genes (Table II) in BCCs and HF root sheaths were significantly enriched in the designated functional category of 'developmental process'. For example, significantly differently expressed genes were enriched in 'embryonic morphogenesis development', a subcategory of 'developmental process'. Two-hundred and ninety-seven significantly similarly expressed genes were observed to be associated with 'regulation of multicellular organismal process' and 518 similarly expressed genes were associated with 'positive regulation of cellular process' , which are also subcategories under 'developmental process' and 'multicellular organismal development'. Enrichment in several gene function categories was commonly identified within significantly differentially expressed genes, including 'cell cycle phase', 'cell cycle process', 'cell death', 'cell differentiation', 'cell maturation', 'G1/S transition of mitotic cell cycle', 'cell motility' and 'cell-cell signaling', under the primary category of 'cellular process' (Table III) . In addition, gene enrichment of some subcategories under the term of 'regulation of cellular process' was observed, including 'regulation of cell cycle', 'regulation of cell proliferation', 'regulation of gene expression', 'epigenetic', 'regulation of signal transduction', 'regulation of transcription' and 'regulation of translation' (Table III) .
Similarities and differences in Gene Ontology categorization analysis between basal cell carcinoma and hair follicle root sheaths.
In parallel, of the genes similarly expressed in BCCs and HF root sheaths, numerous genes with a similar expression were observed in gene function subcategories of the term 'cellular process', including 'positive regulation of cellular process', 'regulation of cell communication', 'regulation of multicellular organismal process', 'regulation of cell migration' and 'regulation of localization' (Table IV) . Subcategories such as 'cellular amino acid and derivative metabolic process' , 'nucleobase, nucleoside, nucleotide and nucleic acid metabolic process' and 'sterol metabolic process', were also found enriched with similarly expressed genes within the category 'metabolic process' (Table IV) . The GO analysis also indicated that a number of genes, both similarly and differentially expressed between BCCs and HF root sheaths, are involved in categories under the term of 'positive regulation of cellular process'. The data suggest patterns of gene activity consistent with skin appendages, though with significant distinctions in individual expression of genes between BCCs and HFs.
Biological network and pathway analysis of basal cell carcinoma and hair shafts. To assess which signaling pathways were affected during early gene regulation, the genes in Tables I and II were classified and grouped into pathways, based on pathway information imported from the Kyoto Encyclopedia of Genes and Genomes (KEGG; http://www. genome.jp/kegg/). Pathways that may be involved in both hair morphogenesis and tumorigenesis were the primary focus, based on published knowledge: The Shh, Notch, and Wnt signaling pathways. Based on the gene set that included genes differentially expressed between the HF root sheaths and nodular BCCs (Table I) , 6 genes involved in the Shh signaling pathway were identified, 23 genes in the Wnt signaling pathway, and 4 genes in the Notch signaling pathway. Genes with similar trends of expression in BCCs and HF root sheaths were also analyzed (Table II) : 11 genes were involved in the Shh signaling pathway, 37 genes in the Wnt signaling pathway and 9 genes were identified in the Notch signaling pathway. The identified pathway-specific genes in the corresponding pathway maps derived from the KEGG database are presented in Fig. 2 . Since Notch signaling i) promotes HF differentiation into sebaceous gland and interfollicular epidermal lineages, ii) is known to act as an epidermal tumor suppressor, and iii) genes in this pathway exhibited the most extreme changes in expression/inhibition by microarray, the present study subsequently focused on the Notch signaling pathway.
Validation of the expression of selected genes.
Having completed the microarray analysis of BCCs and HFs, 22 genes with known functional significance associated with Notch signaling were selected for evaluation by RT-qPCR (Table VI) . Differential Shh pathway gene expression (GLI1, GLI2) was also reconfirmed to validate the study. Although the magnitude of change in expression defined by qPCR was different from that observed by microarray, the trends, whether for increased or decreased gene expression, were generally consistent with microarray data (Table VI) .
NOTCH1, JAG2, DVL2 and HES7 protein expression in the pathology specimens from BCC patients, scalp/terminal HF biopsies or non-scalp skin (non-follicular epithelium) from normal patients was defined using immunohistochemical analysis. All of the primary antibodies exhibited greater intensity of labeling in terminal HFs compared with nodular BCCs and non-scalp skin when tissues were processed in parallel (Fig. 3) . A weak expression of NOTCH1 was observed in non-follicular epithelium (Fig. 3A) . By contrast, there was a strong NOTCH1 presence in the outer root sheath (ORS) layer of HFs (Fig. 3B ). NOTCH1 showed a more limited expression in the tumor mass compared with the peritumoral stroma in BCCs (Fig. 3C and D) . JAG2 had a limited distribution in the inter-follicular epidermis (Fig. 3E ), but exhibited a strong expression in HFs, including the ORS and inner root sheath (IRS; Fig. 3F ). JAG2 was expressed more weakly in the BCC mass than in the peritumoral stroma ( Fig. 3G and H) . Compared with the inter-follicular epidermis (Fig. 3I) , DVL2 was strongly expressed in the ORS of HFs (Fig. 3J) . BCC tumor cells demonstrated a strong immunoreactivity to DVL2 (Fig. 3K and L) . The basal layer of epidermis (Fig. 3M ) and the ORS of HFs (Fig. 3N) were strongly positive for HES7. The peritumoral stroma of BCCs also exhibited a stronger expression of HES7 than the BCC mass ( Fig. 3O and P) . A stronger expression of NOTCH1, JAG2, DVL2 and HES7 was observed in the surface layer of the tumor structure (Fig. 3C , G, K and O) than in the internal tumor mass (Fig. 3D, H, L, P) .
The immunohistochemistry results were consistent with the microarray and qPCR findings. To identify the specific pathway involved in JAG1-induced apoptosis, a human apoptosis PCR array was performed on treated cells, which revealed that Fas ligand mRNA expression was significantly increased in JAG1-treated BCCs, while the level of Fas mRNA did not change (data not shown). qPCR specific for the Fas ligand gene was used to further confirm PCR array data (Fig. 4B) . Fas ligand mRNA expression was downregulated in HRSCs following JAG1 treatment compared with the cells treated with scrambled JAG1, and was upregulated in BCCs following JAG1 treatment compared with the cells treated with scrambled JAG1 (Fig. 4B) . A statistically significant difference in expression following JAG1 treatment was observed between the two cell types (0.50-fold in HRSCs vs. 1.23-fold in BCCs, P=0.0003; Fig. 4B ). Differences in Fas ligand protein expression levels (Fig. 4C ) followed the same pattern as the corresponding mRNA expression levels (Fig. 4B) . Caspase-8, is a downstream target of Fas ligand signaling and an initiator for the extrinsic apoptotic pathway (29) . JAG1 treatment slightly decreased the protein expression levels of cleaved caspase-8 in HRSCs, but induced a significant increase in cleaved caspase-8 in BCCs (Fig. 4D) , suggesting the caspase-dependent pathway was involved in BCC cell apoptosis induced by JAG1.
JAG1 treatment induced apoptosis of BCC cells via Fas
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Discussion
The present study considered the potential relationships between HFs and BCCs, with reference to the similarities/differences in signaling pathway activation. Gene functions and the specific involvement of the Notch and Shh signaling pathways were surveyed to define how these regulatory pathways may control HF and BCC growth (30) . Defining gene expression patterns and pathways in BCCs that are distinct from HF growth and cycling may lead to a better understanding of the abnormal proliferation that these cells undergo in the development of skin cancer.
Genes similarly expressed in HFs and BCCs were found under the same functional GO categories, including 'positive regulation of cellular process' and 'regulation of multicellular organismal process'. This suggested that common regulatory genes may be important for the morphogenesis of both skin appendages. By contrast, a number of genes were uniquely expressed in HFs or BCCs only. These genes may serve as stage-specific signatures of appendage formation, either for maintaining and regenerating normal HFs, or for the formation of tumor masses. Commonly and differentially expressed genes related to morphogenesis are consistent with our hypothesis that BCC tumors may follow an abnormal appendage development process that exhibits elements of consistent order, morphogenesis and patterning as observed in HFs.
Shh signaling is required for the proliferation and normal cycling of HF epithelium. Modifications of Shh signaling can lead to tumor development in tissues of different origins (13) . Hyperactivation of the Shh signaling pathway is found in several HF derived tumors and in BCCs (31, 32) . Overexpression of GLI1 and GLI2 products are also common features of BCCs, and suggests increased Shh signaling (31, 33) . Consistent with previous findings (31, 33) , the expression of GLI1 and GLI2 was enhanced in BCCs and HF root sheaths, compared with normal skin. However, the HF root sheaths exhibited significantly higher expression levels of GLI1 and GLI2 compared with BCCs. Shh signaling pathway genes may influence the same progenitor cells in BCCs and HFs, but the different gene activation levels in the two tissue types may contribute to the divergent patterns of growth.
Differential expression of the Notch signaling pathway was also revealed in BCCs and HFs compared with each other and with normal skin. The Notch pathway, with its family of four mammalian Notch receptors and their numerous ligands Figure 3 . NOTCH1, JAG2, DVL2 and HES7 expression in the normal non-follicular epithelium, hair follicle root sheaths and basal cell carcinomas. Immunohistology was conducted to define the expression of NOTCH1, JAG2, DVL2 and HES7 in pathology specimens of normal non-scalp skin, normal scalp/terminal HF biopsies, and BCCs. All of the primary antibodies exhibited a greater intensity of labeling in terminal HFs compared with nodular BCCs and non-scalp skin when tissues were processed in parallel. Scale bar, 100 µm (except D, H, L and P, where the scale bar is 40 µm). JAG2, Jagged2; DVL2, Dishevelled2; HES7, hairy and enhancer of split 7; HF, hair follicle; BCCs, basal cell carcinomas.
of the Delta, Jagged, and Serrate groups, is important for cell fate determination and organogenesis during embryonic development (34, 35) . Studies on embryonic mice and rats have demonstrated that the Notch/recombining binding protein suppressor of hairless (RBP-J) signaling pathway promotes epidermal differentiation (12) and cutaneous appendage patterning (36) . Aberrant Notch signaling has been linked to a wide variety of tumors, but Notch can either suppress or promote tumors depending on the cell type and context (37, 38) . Jayaraman et al (14) demonstrated that NOTCH1 and NOTCH2 were significantly mutated in BCCs. The present study indicated that selected Notch pathway genes were differentially activated and inhibited in BCCs, which may be due to positive feedback, and reciprocal negative feedback, from differences in Delta and Notch cell surface expression, or the irregular activation of downstream Notch signaling pathway genes.
Examination of downstream components of the Notch pathway revealed more interesting results: The transcription factor RBP-J and downstream target genes of the Hes and Deltex families, exhibited a high expression in hair shafts compared with BCCs and normal skin. By contrast, two genes that affect the co-repression of RBP-J, CTBP1 and CREBBP, were observed to have a significantly lower expression in HFs compared with BCCs (data not shown). Deletion of RBP-J from follicular stem cells results in an aberrant cell fate switch that leads to the establishment of epidermal progenitors and basal cells (39) . This result, therefore, demonstrated that the Notch/RBP-J signaling pathway is strongly activated in HFs. Since the Notch signaling pathway promotes a stem cell phenotype in skin (36) , the degree of Notch signaling pathway activation may be important for HF stem cell proliferation and differentiation. The high level of Notch/RBP-J signaling pathway activation may be required for the formation and maintenance of follicles.
The present study suggests a lack of downstream gene expression in the Notch/RBP-J signaling pathway in BCCs. This may allow basal cells to escape from the normal regulation of proliferation that is normally found in the absence of Notch signaling, as observed in mammary epithelium cell lineages (40) . Loss of RBP-J action in BCCs may promote cells towards a more stem, or progenitor, cell-like status, enabling basal cell tumor growth. Notch signaling via Notch receptor intracellular domain translocation into the nucleus, and subsequent binding to the transcription factor RBP-J, may be an important stage in the regulation of BCC development. As such, RBP-J signaling may be a focus for the development of new BCC therapies, as has been suggested for other types of cancer (41) (42) (43) (44) .
Fas ligand is a type II transmembrane protein that can induce apoptosis upon binding to Fas. Compared with normal skin, Fas ligand mRNA expression levels have previously been demonstrated to be lower in BCC specimens and immunostainings were weak or undetected (45) . The present findings have shown that activation of the Notch signaling pathway by adding exogenous JAG1 into BCC cell culture resulted in increased Fas ligand mRNA and protein expression. This further activated downstream caspase-8 to initiate BCC cell apoptosis. However, some tumors can decrease Fas expression to resist Fas ligand-mediated T-cell cytotoxicity, and simultaneously upregulate the expression of Fas ligand to induce apoptosis in Fas-expressing T cells (46) . BCCs strongly express Fas ligand, which may help prevent attack from surrounding immune effector cells, while also lacking Fas, potentially to make the tumor cells resistant to apoptosis (47) . Further investigation is required to characterize the exact role of elevated Fas ligand expression induced by Notch signaling activation by in vivo experiments.
Notch signaling pathway genes are important in HF formation and BCC neoplasia. Hair follicles can develop from skin stem cells or their progeny, in a patterning program that is controlled by multiple signaling pathways, function processes and other components. Skin stem cells that are regulated by multiple signaling pathways, normal function processes and normal components, may allow BCCs to develop through abnormal activation order, irregular cell cycle timing and aberrant activation of multiple signaling pathways.
In summary, the present study suggests that controlling the Notch/RBP-J signaling pathway may stop the dysregulation of cell proliferation and differentiation to BCC skin cancer. The degree of Notch signaling pathway activation may also be important in HF formation. Elements of the Notch pathway are potentially worthwhile targets for future treatment of BCCs and, as a corollary, in HF engineering.
